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<160> 26 



<170> FastSEQ for Windows Version 3.0 

<210> 1 
<211> 1173 
<212> DNA 
<213> Zea mays 



<220> 

<221> CDS 

<222> (69) . . . (902) 



<400> 1 

ccacgcgtcc gccaccacac cacgagcgcg cgataaccct agctagcttc aggtagtagc 
gagagcca atg gac tec age age ttc etc cct gee gee ggc gcg gag aat 
Met Asp Ser Ser Ser Phe Leu Pro Ala Ala Gly Ala Glu Asn 
1 5 10 

ggc teg gcg gcg ggc ggc gee aac aat ggc ggc get get cag cag cat 
Gly Ser Ala Ala Gly Gly Ala Asn Asn Gly Gly Ala Ala Gin Gin His 
15 20 25 30 

gcg gcg ccg gcg ate cgc gag cag gac egg ctg atg ccg ate gcg aac 
Ala Ala Pro Ala He Arg Glu Gin Asp Arg Leu Met Pro He Ala Asn 
35 40 45 

gtg ate cgc ate atg egg cgc gtg ctg ccg gcg cac gec aag ate teg 
Val He Arg He Met Arg Arg Val Leu Pro Ala His Ala Lys He Ser 
50 55 60 



60 
110 



158 



206 



254 



1 



gac gac gcc aag gag acg ate cag gag tgc gtg teg gag tac ate age 302 
Asp Asp Ala Lys Glu Thr He Gin Glu Cys Val Ser Glu Tyr He Ser 
65 70 75 

ttc ate acg ggg gag gcc aac gag egg tgc cag egg gag cag cgc aag 350 
Phe He Thr Gly Glu Ala Asn Glu Arg Cys Gin Arg Glu Gin Arg Lys 
80 85 go 7 



ace ate ace gcc gag gac gtg ctg tgg gcc atg age cgc etc ggc ttc 
Thr He Thr Ala Glu Asp Val Leu Trp Ala Met Ser Arg Leu Gly Phe 
95 100 105 no 

gac gac tac gtc gag ccg etc ggc gcc tac etc cac cgc tac cgc gag 
Asp Asp Tyr Val Glu Pro Leu Gly Ala Tyr Leu His Arg Tyr Arg Glu 
115 120 125 



398 



446 



ttc gag ggc gac gcg cgc ggc gtc ggg etc gtc ccg ggg gcc gcc cca 494 
Phe Glu Gly Asp Ala Arg Gly Val Gly Leu Val Pro Gly Ala Ala Pro 
130 135 140 

teg cgc ggc ggc gac cac cac ccg cac tec atg teg cca gcg gcg atg 542 
Ser Arg Gly Gly Asp His His Pro His Ser Met Ser Pro Ala Ala Met 
I 45 150 155 

etc aag tec cgc ggg cca gtc tec gga gcc gcc atg eta ccg cac cac 590 
Leu Lys Ser Arg Gly Pro Val Ser Gly Ala Ala Met Leu Pro His His 
160 I65 17Q 

cac cac cac cac gac atg cag atg cac gcc gcc atg tac ggg gga acg 638 
His His His His Asp Met Gin Met His Ala Ala Met Tyr Gly Glv Thr 
175 180 185 190 

gcc gtg ccc ccg ccg gcc ggg cct cct cac cac ggc ggg ttc etc atg 686 
Ala Val Pro Pro Pro Ala Gly Pro Pro His His Gly Gly Phe Leu Met 
195 200 205 

cca cac cca cag ggt agt age cac tac ctg cct tac gcg tac gag ccc 734 
Pro His Pro Gin Gly Ser Ser His Tyr Leu Pro Tyr Ala Tyr Glu Pro 
210 215 220 

acg tac ggc ggt gag cac gcc atg get gca tac tat gga ggc gcc gcg 782 
Thr Tyr Gly Gly Glu His Ala Met Ala Ala Tyr Tyr Gly Gly Ala Ala 
225 230 235 

tac gcg ccc ggc aac ggc ggg age ggc gac ggc agt ggc agt ggc ggc 830 
Tyr Ala Pro Gly Asn Gly Gly Ser Gly Asp Gly Ser Gly Ser Gly Glv 
240 245 250 

ggt ggc ggg age gcg teg cac aca ccg cag ggc age ggc ggc ttg gag 878 
Gly Gly Gly Ser Ala Ser His Thr Pro Gin Gly Ser Gly Gly Leu Glu 
255 260 265 270 

cac ccg cac ccg ttc gcg tac aag tagctagttc gtacgtcgtt cgacttgagc 932 
His Pro His Pro Phe Ala Tyr Lys 
275 



2 



aagccatcga tctgctgatc tgaacgtacg ctgtattgta cacgcatgca cgtacgtatc 992 

ggcggctagc tctcctgttt aagttgtact gtgattctgt cccggccggc tagcaactta 1052 
f*tT,T tca 9 tctcta gtttcttagc agtcgtagaa gtgScJ?g ct?gccagtg 

tgttgtttta gggccggggt aaaccatccg atgagattat ttcaaaaaaa aaaaaaaaaa 1172 

a 



<210> 2 
<211> 278 
<212> PRT 
<213> Zea mays 

<400> 2 

Met Asp ser Ser Ser Phe Leu Pro Ala Ala Gly Ala Glu Asn Gly Ser 

n 5 10 15 

Ala Ala Gly Gly Ala Asn Asn Gly Gly Ala Ala Gin Gin His Ala Ala 

20 25 30 

Pro Ala lie Arg Glu Gin Asp Arg Leu Met Pro He Ala Asn Val lie 

35 40 45 

Arg lie Met Arg Arg Val Leu Pro Ala His Ala Lys lie Ser Asp Asp 

Ala Lys Glu Thr He Gin Glu Cys Val Ser Glu Tyr He Ser Phe He 

70 75 
Thr Gly Glu Ala Asn Glu Arg Cys Gin Arg Glu Gin Arg Lys Thr n e 

85 90 95 

Thr Ala Glu Asp Val Leu Trp Ala Met Ser Arg Leu Gly Phe Asp Asp 

100 105 110 

Tyr Val Glu Pro Leu Gly Ala Tyr Leu His Arg Tyr Arg Glu Phe Glu 

115 120 125 

Gly Asp Ala Arg Gly Val Gly Leu Val Pro Gly Ala Ala Pro Ser Arg 

130 135 140 

Gly Gly Asp His His Pro His Ser Met Ser Pro Ala Ala Met Leu Lys 
t 5 150 155 160 

Ser Arg Gly Pro Val Ser Gly Ala Ala Met Leu Pro His His His His 

165 170 175 

His His Asp Met Gin Met His Ala Ala Met Tyr Gly Gly Thr Ala Val 

180 I 85 190 

Pro Pro Pro Ala Gly Pro Pro His His Gly Gly Phe Leu Met Pro His 

195 200 205 

Pro Gin Gly Ser Ser His Tyr Leu Pro Tyr Ala Tyr Glu Pro Thr Tvr 

210 2 15 220 

Gly Gly Glu His Ala Met Ala Ala Tyr Tyr Gly Gly Ala Ala Tyr Ala 

I , 230 235 240 

Pro Gly Asn Gly Gly Ser Gly Asp Gly Ser Gly Ser Gly Gly Gly Gly 

i 245 250 255 

Gly Ser Ala Ser His Thr Pro Gin Gly Ser Gly Gly Leu Glu His Pro 

260 265 270 

His Pro Phe Ala Tyr Lys 

275 



1173 



<210> 3 
<211> 20 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> primer 



3 



<400> 3 
tagtagcgag agccaatgga 

<210> 4 
<211> 20 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> primer 

<400> 4 
gccgggacag aatcacagta 

<210> 5 
<211> 20 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> primer 

<400> 5 
tagtagcgag agccaatgga 

<210> 6 
<211> 20 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> primer 

<400> 6 
cccggcccta aaacaacaca 

<210> 7 
<211> 481 
<212> DNA 

<213> Argemone mexicana 

<220> 
<221> CDS 

<222> (44) . . . (481) 

<221> misc_feature 
<222> (l) . . . (481) 
<223> n = A, T, C or G 

<400> 7 

cgagagaaag agttggtgaa gaagaagaag aagttgaaaa gag atg gaa cgt ggt 

Met Glu Arg Gly 
1 



ggt ggt ggt ggt ggt agt ggt ggt ggt ttc cat gga tat cag 



Gly Gly Gly Gly Gly Ser Gly Gly Gly Phe His Gly Tyr Gin Lys Leu 
5 10 15 2 o 

cca aaa tea aac tec get gga atg atg etc teg gag eta teg aat aac 151 
Pro Lys Ser Asn Ser Ala Gly Met Met Leu Ser Glu Leu Ser Asn Asn 
25 30 35 

aac aac aat att gac gta aac tct aca tgt act gta cga gag caa gat 199 
Asn Asn Asn He Asp Val Asn Ser Thr Cys Thr Val Arg Glu Gin Asp 
40 45 50 

cga tac atg cca att get aat gtg ate agg ate atg cgt aag gta ctt 247 
Arg Tyr Met Pro lie Ala Asn Val lie Arg lie Met Arg Lys Val Leu 
55 60 65 

cct act cat gee aag ate tct gac gat gee aaa gaa act ate caa gaa 295 
Pro Thr His Ala Lys He Ser Asp Asp Ala Lys Glu Thr He Gin Glu 
70 75 so 

tgt gtc tea gaa tac ate agt ttc ate aca agt gaa gee aat gat cgt 343 
Cys Val Ser Glu Tyr He Ser Phe He Thr Ser Glu Ala Asn Asp Arg 
85 90 95 1Q0 

tgc caa cgt gaa caa aga aag aca ate aca get gaa gat gtt tta tag 391 
Cys Gin Arg Glu Gin Arg Lys Thr He Thr Ala Glu Asp Val Leu Trp 
105 110 i 15 

gcg atg age aaa eta ggg ntt gat gag tac att gaa cct eta act ctt 439 
Ala Met Ser Lys Leu Gly Xaa Asp Glu Tyr He Glu Pro Leu Thr Leu 
120 125 130 



tac ctt caa cgt tat cgt gag ttt gaa ggt gna cgt tgg tea 
Tyr Leu Gin Arg Tyr Arg Glu Phe Glu Gly Xaa Arg Trp Ser 
135 140 145 



<210> 8 
<211> 146 
<212> PRT 

<213> Argemone mexicana 
<220> 

<221> VARIANT 

<222> (1) . . . (146) 

<223> Xaa = Any Amino Acid 

<400> 8 

Met Glu Arg Gly Gly Gly Gly Gly Gly Ser Gly Gly Gly Phe His Gly 

1 5 10 15 

Tyr Gin Lys Leu Pro Lys Ser Asn Ser Ala Gly Met Met Leu Ser Glu 

20 25 30 

Leu Ser Asn Asn Asn Asn Asn He Asp Val Asn Ser Thr Cys Thr Val 

35 40 45 

Arg Glu Gin Asp Arg Tyr Met Pro He Ala Asn Val He Arg He Met 

50 55 go 

Arg Lys Val Leu Pro Thr His Ala Lys He Ser Asp Asp Ala Lys Glu 



481 



5 



65 70 75 go 

Thr He Gin Glu Cys Val Ser Glu Tyr He Ser Phe He Thr Ser Glu 

85 90 95 

Ala Asn Asp Arg Cys Gin Arg Glu Gin Arg Lys Thr He Thr Ala Glu 

100 105 no 

Asp Val Leu Trp Ala Met Ser Lys Leu Gly Xaa Asp Glu Tyr He Glu 

115 120 125 

Pro Leu Thr Leu Tyr Leu Gin Arg Tyr Arg Glu Phe Glu Gly Xaa Arg 

130 135 140 

Trp Ser 

145 

<210> 9 

<211> 942 

<212> DNA 

<213> Glycine max 

<220> 

<221> CDS 

<222> (3) . . . (722) 

<400> 9 

gc acg age tct ctt ata ate aca cac aca cct acc tta ata get atg 
Thr Ser Ser Leu He He Thr His Thr Pro Thr Leu He Ala Met 
1 5 10 i 5 



tea tea gat cac agt gca gec aca gga gag gag aac gaa tgc acg gtg 
Ser Ser Asp His Ser Ala Ala Thr Gly Glu Glu Asn Glu Cys Thr Val 
50 55 60 



47 



gaa act gga ggc ttt cac ggc tac cgc aag etc ccc aac acc acc get 95 
Glu Thr Gly Gly Phe His Gly Tyr Arg Lys Leu Pro Asn Thr Thr Ala 
20 25 30 

ggg ttg aag ctg tea gtg tea gac atg aac atg agg cag cag gta gca 143 
Gly Leu Lys Leu Ser Val Ser Asp Met Asn Met Arg Gin Gin Val Ala 
35 40 45 



191 



agg gag caa gac agg ttc atg cca ate gee aac gtg att agg ate atg 239 
Arg Glu Gin Asp Arg Phe Met Pro He Ala Asn Val He Arg He Met 
65 70 75 

cgc aag att etc cct cca cac gca aaa ate teg gac gat gca aaa gaa 287 
Arg Lys He Leu Pro Pro His Ala Lys He Ser Asp Asp Ala Lys Glu 
80 85 90 95 

aca ate caa gag tgc gtg tct gag tac ate age ttc ate aca ggt gag 335 
Thr He Gin Glu Cys Val Ser Glu Tyr He Ser Phe He Thr Gly Glu 
100 105 no 

gcg aac gag cgt tgc cag agg gag cag egg aag acc ata acc gca gag 383 
Ala Asn Glu Arg Cys Gin Arg Glu Gin Arg Lys Thr He Thr Ala Glu 
115 120 125 

gac gtg ctt tgg gee atg age aag ctt gga ttc gac gac tac ate gaa 431 
Asp Val Leu Trp Ala Met Ser Lys Leu Gly Phe Asp Asp Tyr He Glu 



6 



130 135 



140 



ccg ttg acc atg tac ctt cac cgc tac cgt gaa ctt gag ggt gac cgc 
Pro Leu Thr Met Tyr Leu His Arg Tyr Arg Glu Leu Glu Gly Lp Arg 
5 150 155 

acc tct atg agg ggt gaa cca etc ggg aag agg act gtg gaa tac gec 
Thr Ser Met Arg Gly Glu Pro Leu Gly Lys Arg Thr Va? Ilu Tyr Xa 
150 165 170 



175 



altSa^ ^ Cagtaatt 9 gtgctagagt actactgttg ttgaggatac tttattttat 
aattaagggc tgggaaggga gttagtatat tcctaatcct aactatgtgc atctttaatt 
tatgaaatca ctttgtttta acctttgatg aaaaaaaaaa aaaaaaaaaa 

<210> 10 

<211> 240 

<212> PRT 

<213> Glycine max 

<400> 10 

Thr Ser Ser Leu lie lie Thr His Thr Pro Thr Leu lie Ala Met Glu 

Thr Gly Gly Phe His Gly Tyr Arg Lys Leu Pro Asn Thr Thr Ala Gly 

20 25 30 

Leu Lys Leu Ser Val Ser Asp Met Asn Met Arg Gin Gin Val Ala Ser 

35 40 45 

Ser Asp His Ser Ala Ala Thr Gly Glu Glu Asn Glu Cys Thr Val Ara 

50 55 60 

Glu Gin Asp Arg Phe Met Pro lie Ala Asn Val lie Arg He Met Arg 

70 75 so 

Lys lie Leu Pro Pro His Ala Lys lie Ser Asp Asp Ala Lys Glu Thr 

85 90 95 

He Gin Glu Cys Val Ser Glu Tyr He Ser Phe He Thr Gly Glu Ala 

100 105 110 

Asn Glu Arg Cys Gin Arg Glu Gin Arg Lys Thr He Thr Ala Glu Asp 
US 120 125 



479 



527 



acg ctt ggt gtt get act get ttt gtc cct cca ccc tat cat cac cac 
Thr Leu Gly Val Ala Thr Ala Phe Val Pro Pro Pro Tyr His h!s Sis 
180 185 i9o 

o? 3 fc " ggt gCt gCC atg ccc at 9 9gg act tac gtt agg gaa 

Asn Gly Tyr Phe Gly Ala Ala Met Pro Met Gly Thr Tyr Val Arg llu 
195 200 205 

gcg cca cca aat aca gec tec tec cat cac cac cac cac cac cac cac 
Ala Pro Pro Asn Thr Ala Ser Ser His His His His His His His His 
210 215 220 

*f ^ 9 ? a atC tCC aat gCt cat gaa cca aat 9Ct cgc tec 
Has His Ala Arg Gly He Ser Asn Ala His Glu Pro Asn Ala Arg Ser 
225 230 235 

ata taaaattata taattatgac taggattcag aacaagactt gatgatgatt 772 
240 



575 



623 



671 



719 



832 
892 
942 



7 



Val Leu Trp Ala Met Ser Lys Leu Gly Phe Asp Asp Tyr lie Glu Pro 
130 135 140 



Leu Thr Met Tyr Leu His Arg Tyr Arg Glu Leu Glu Gly Asp Arg Thr 
Ser Met Arg Gly Glu Pro Leu Gly Lys Arg Thr Val Glu Tyr Ala Thr 

165 17 0 175 

Leu Gly val Ala Thr Ala Phe Val Pro Pro Pro Tyr His His His Asn 



180 185 



Gly Tyr Phe Gly Ala Ala Met Pro Met Gly Thr Tyr Val Arg Glu Ala 

195 200 205 

Pro Pro Asn Thr Ala Ser Ser His His His His His His His His His 

215 220 
Has Ala Arg Gly lie Ser Asn Ala His Glu Pro Asn Ala Arg Ser lie 



235 



240 



<210> 11 
<211> 905 
<212> DNA 

<213> Veronia mespilifolia 

<220> 

<221> CDS 

<222> (58) . . . (699) 

<400> 11 



gcacgagcca atttctagag agagaacgag agagaattct ctaaagagga aaaatag atg 



Met 
1 



gaa cgt gga gga ggt ttc cat ggc tac cac ago etc ccc atr ^ 
Glu Arg Gly Gly Gly Phe His Gly Tyr His £ Leu Pro lie His Pro 

?hr Ser III £f ri* V* gat 3tg 339 Cta aag cta cca ^ «tg 

Thr Ser Gly He Gin Gin Ser Asp Met Lys Leu Lys Leu Pro Glu Met 

20 25 



30 



80 



caa gaa tgt gtt tea gag tac att age ttt gtc aca ggc qaq aca aat 
Gin Glu Cys Val Ser Glu Tyr lie Ser Phe Val Thr ITy HI I£ l? n 
85 90 95 

gac cgc tgc cag cgt gag caa agg aag acc ate aca get gaa gat gtq 
Asp Arg Cys Gin Arg Glu Gin Arg Lys Thr lie Thr Ila Glu Isp ?2 
100 105 110 



60 



108 



156 



204 



acc aac aat aac teg tec act gat gac aat gag tgc acc gtt cga qaa 
Thr Asn Asn Asn Ser Ser Thr Asp Asp Asn Glu Cys Thr Vat Arg gTu 
35 4 0 45 

cag gac cgc ttc atg ccg ata gca aac gtg ate cgc ate atg egg aaq 252 
Gin Asp Arg Phe Met Pro He Ala Asn Val lie Arg lie Met 2g Lys 

55 60 65 

Til r Ctt n Ct gCC aag atC tCt ^ at 9 at ° cc aaa gag acg ate 

He Leu Pro Pro His Ala Lys lie Ser Asp Asp Ala Lys Glu Thr III 



300 



348 



396 



s 



2: g S 2 2 2 2 s 2 S 5 S S H 2 2 

120 125 

£ S 2 2 2 S £ 2 S 2 S E 5 E 5 5 

135 "0 145 

Ser Til lla Clt 1°° Ctt 9t9 939 ^ act tct gat cct ggt 

Ser lie Arg Gly Glu Pro Leu Val Lys Arg Ser Thr Ser Lp Pro Gly 

150 155 160 

cac ttt ggg atg get tct ttt gtq cct act t-t-t- 

His Phe Gly „« A1 , Ser P h . ?,? £ S 2 2 2 E 2 2 

165 "° 175 

= E 2 2 E 2 K 2 £ S E 2 2 2 5 2 

185 19Q 

S 2 E E £ 2 E E E 2 E E 2 E 2 2 

200 205 
Si S2 Cys Lys" 111 taaCt * Ca * a -^aggggt tgggatgaga tgatgatgat 



<210> 12 
<211> 214 
<212> PRT 

<213> Veronia mespilifolia 



Met Glu Arg Gly Gly Gly Phe His Gly ^ His ^ ^ ^ ^ ^ 
Pro Thr Ser Gly He Gin Gin Ser Asp Met Lys Leu Lys Leu Pro Glu 
Met Thr Asn Asn Asn Ser Ser Thr Asp Asp Asn Glu Cys Thr Val Arg 
Glu Gin Asp Arg Phe Met Pro He Ala Asn Val lie Arg lie Met Arg 



55 60 



Lys lie Leu Pro Pro His Ala Lys lie Ser Asp Asp Ala Lys Glu Thr 

75 

He Gin Glu cys Val Ser Glu Tyr lie ser Phe Val Thr Gly Glu 11 
Asn Asp Arg Cys Gin Arg Glu Gin Arg Lys Thr He Thr Ala Glu Asp 



105 



Val Leu Trp Ala Met Ser Lys Leu Gl^ Phe Asp Asp Tyr He Glu Pro 



120 



Leu Thr Val Tyr Leu His Arg Tyr Arg Glu Phe Asp Gly Gly Glu Arg 



444 



492 



540 



588 



636 



684 



739 



ggtggtggtg gtggtggttt gttttgtttt qttctttctt t-M-n-n-i-~*. «- ... 

SSS2 222: £25= 222= 2~ — i 



9 



130 135 140 

Gly Ser lie Arg Gly Glu Pro Leu Val Lys Arg S er Thr Ser Asp Pro 

Gly His Phe Gly Met 111 Ser Phe Val Pro All Phe His Met Gly h!s 

Hxs Asn Gly Phe Phe Gly Pro Ala Ser lie Gly Gly Phe Leu £ys Asp 

185 t or) 

Pro Ser Ser Ala Gly Pro Ser Gly Pro Ala Val Ala Gly Phe Glu Pro 

200 20S 

Tyr Ala Gin Cys Lys Glu 
210 

<210> 13 
<211> 763 
<212> DNA 
<213> Zea mays 

<220> 

<221> CDS 

<222> (1) . . . (480) 

<400> 13 

s s m s s s s j= s - s e 5 e a = 48 



5 10 15 



cgc etc ggc ttc gac gac tac gtc gcg ccc etc ggc gcc ttc etc eaa 
.Arg Leu Gly Phe Asp Asp Tyr Val Ala Pro Leu Ity Ila LeS Gin 



25 



30 



111 25 ^° r° 93C CaC ggC ggt gaa ^ag egc ggc ggc ect 

Arg Met Arg Asp Asp Ser Asp His Gly Gly Glu Glu Arg S y lf y Tr Q 



45 



gca ggg cgt ggt ggc teg cgc cgc ggc teg teg tec tta cca atn ^ 
Ala Gly Arg Gly Gly Ser Arg Arg Gly Sel Sel Ser LeS Trl Leu SL 

55 60 

s ss s s s s s s s s e £ s s s s 



75 



80 



cac cag age gtg teg ect get gca gga tac gcc gtc egg ccc qtt ccc 
Hxe Gin Ser Val Ser Pro Ala Ala Gly Tyr Ala Val A fg Pro Val Pro 



85 9 0 95 



zt C l° 9 gC ° Cgt 9gg tac cqc at 3 cag ggc gga gac cac cac 

Arg Pro Met Pro Ala Arg Gly Tyr Arg Met Gin I? y gy Asp h" Sg 



1Q 5 HO 



Sr Va? If! Ifl S? ?f t9<= ^ taC 953 ggg gCg Ctc gtc «9 

Ser Val Gly Gly Val Ala Pro Cys Ser Tyr Gly Gly Ala Leu Val Gin 

115 120 125 

f?f f? 3 ^ C CaC 9tt gtt gga ttc cac aa = gac gag gca aqc 

Ala Gly Gly Thr Gin His Val Val Gly Phe His Asp Asp Ilu ITa X 



96 



144 



192 



240 



288 



336 



384 



432 



10 



130 13S 



140 



tct teg agt gaa aat ccg ccg ccg gag ggg cgt gec get ggc teg aac 
Ser Ser Ser Glu Asn Pro Pro Pro Glu Gly Arg Ala Ila Sly Ser Isn 
145 150 155 160 

cSS^S ^teagttee cegtgtacaa taagaggggc ggtcgeggeg cegegecgeg 
cccttgggtt gggecgggeg etatgetgea gtttggtttg taaactaacg agectaggg? 
agctggtgea egcgcgccac ctcgccggac gtegeegteg tegteggeat ggaettaace 
ggegggecet gttgttattt ctcaagtttg tagccaacgc actgttcggt gcgttecata 
atttaattta ceatgttgct ctcgaaaaaa aaaaaaaaaa aaa 9 c <J"ecata 

<210> 14 
<211> 160 
<212> PRT 
<213> Zea mays 

<400> 14 

Ala Arg Gly Lys Thr Val Thr Ser Glu Asp lie Val Trp Ala Met Ser 

Arg Leu Gly Phe Asp Asp Tyr Val Ala Pro Leu Gly Ala Phe ^eu Gin 

20 25 30 

Arg Met Arg Asp Asp Ser Asp His Gly Gly Glu Glu Arg Gly Gly Pro 

35 40 45 

Ala Gly Arg Gly Gly Ser Arg Arg Gly Ser Ser Ser Leu Pro Leu His 
„ 50 55 60 

Cys Pro Gin Gin Met His His Leu His Pro Ala Val Cys Arg Arg Pro 

70 75 
His Gin Ser Val Ser Pro Ala Ala Gly Tyr Ala Val Arg Pro Val Pro 
85 90 95 



Arg Pro Met Pro Ala Arg Gly Tyr Arg Met Gin Gly Gly Asp His Arg 

100 105 110 

Ser Val Gly Gly Val Ala Pro Cys Ser Tyr Gly Gly Ala Leu Val Gin 



120 



125 



Ala Gly Gly Thr Gin His Val Val Gly Phe His Asp Asp Glu Ala Ser 
130 135 140 

Ser Ser Ser Glu Asn Pro Pro Pro Glu Gly Arg Ala Ala Gly Ser Asn 

150 155 160 

<210> 15 
<211> 622 
<212> DNA 
<213> Zea mays 

<220> 

<221> CDS 

<222> (3) . . . (622) 

<221> misc_feature 
<222> (1) . . . (622) 
<223> n = A,T,C or G 

<400> 15 

g ° t*? CCC ° aa aaC CCt aaa 9cc agt get cct tgc acc ttg 

Met Asn Asn Pro Gin Asn Pro Lys Ala Ser Ala Pro Cys Thr Leu 

5 10 15 



480 



540 
600 
660 
720 
763 



47 



11 



# 



cca ccg gag ctt ccc aaa gaa gca gtg gcg acc gac gaa gca ccq cccr 
Pro Pro Glu Leu Pro Lys Glu Ala Val Ala Thr Lp llu 111 Pro Pro 
20 25 30 

cca atg ggc aac aac aac aac acg gaa teg gcg acg acq acq ata ate 
Pro Met Gly Asn Asn Asn Asn Thr Glu Ser La Thf Ma tS Met Val 
35 40 45 

Arq" £u Cll ?* r Ct9 CCC gtg gCC aaC ^ tcc cac ^ ^g 

Arg Glu Gin Asp Arg Leu Met Pro Val Ala Asn Val Ser Arg lie Met 

50 55 60 



Ara Gin £? ^ taC 9CC atC tCC ^ ac aac CTCC can gaa 

Arg Gin Val Leu Pro Pro Tyr Ala Lys lie Ser Asp Asp Ala Xaa Glu 
e>5 7 0 



75 



III n * rr ni* T " g " C 993 9tt tCa tca ctt nca tcc tgg cga 

Xaa lie Gin Glu Leu Xaa Phe Gly lie Ser Ser Leu Xaa Ser TrJ Arg 

85 90 95 

r? C ^ 339 Cg9 t9C CaC aCC gag cac cac aa 9 ^cc gtc acc tcc 

Gly Glu Thr Lys Arg Cys His Thr Glu Arg Arg LyI Thr Val Thr Ser 



100 105 



110 



gaa gac ate gtg tgg gec atg age cgc etc ggc ttc gac gac tac qtc 
Glu Asp He Val Trp Ala Met Ser Arg Leu G?y Phe Lp Lp T^r ?£ 
115 120 125 



gcg ccc etc ggc gee ttc etc cag cgc atg cgc gac nac age gaa cac 
Ala Pro Leu Gly Ala Phe Leu Gin Arg Met Arg Lp Xaa sL llu Hi 

130 135 



s 

140 



111 ell ri t 9 ? 9 tgC ang ggg tng ^ tcn cgc cgc ggg 

Gly Gly Glu Asn Ala Ala Ala Cys Xaa Gly Xaa Trp Xaa Arg Arg 111 

145 150 155 Y 

teg tct net tgg cgc tcc ctt gec gca ana gat gac aac ttg cac caa 
Ser Ser Xaa Trp Arg Ser Leu Ala Ala Xaa Lp Lp Asn Hi hL Gin 

165 170 175 

Th? Ser lit ri 9 T° 2?* Ctn ttC CCt gtt *™ ™* *ta ccc 

Thr Ser Ala Gly Xaa Gly Pro Lys Xaa Phe Pro Val Ala Gly lie Pro 

180 185 i 9 o 

111 rf c CC CCC CCa aCC att ^ fctt <=cc ctt gc 

Val Xaa Gly Xaa Ser Pro Xaa Asn Pro Thr lie Trp Phe Pro Leu 



195 200 



205 



<210> 16 
<211> 206 
<212> PRT 
<213> Zea mays 

<220> 



95 



143 



191 



239 



287 



335 



383 



431 



479 



527 



575 



622 



12 



<221> VARIANT 

<222> (1) . . . (206) 

<223> Xaa = Any Amino Acid 

<400> 16 

Met Asn Asn Pro Gin Asn Pro Lys Ala Ser Ala Pro Cys Thr Leu Pro 

, 5 10 15 

Pro Glu Leu Pro Lys Glu Ala Val Ala Thr Asp Glu Ala Pro Pro Pro 

20 25 30 

Met Gly Asn Asn Asn Asn Thr Glu Ser Ala Thr Ala Thr Met Val Arg 
35 40 45 a 

Glu Gin Asp Arg Leu Met Pro Val Ala Asn Val Ser Arg He Met Arg 

Gin Val Leu Pro Pro Tyr Ala Lys lie Ser Asp Asp Ala Xaa Glu Xaa 

70 75 
He Gin Glu Leu Xaa Phe Gly lie Ser Ser Leu Xaa Ser Trp Arg Gly 

Glu Thr Lys Arg Cys His Thr Glu Arg Arg Lys Thr Val Thr ler Glu 

105 110 
Asp He Val Trp Ala Met Ser Arg Leu Gly Phe Asp Asp Tyr Val Ala 
115 120 125 



Pro Leu Gly Ala Phe Leu Gin Arg Met Arg Asp Xaa Ser Glu His Gly 

Gly Glu Asn Ala Ala Ala Cys Xaa Gly Xaa Trp Xaa Arg Arg Gly Ser 
5 150 155 



Ser xaa Trp Arg Ser Leu Ala Ala Xaa Asp Asp Asn Leu His Gin Thr 

165 17 0 17S 

Ser Ala Gly Xaa Gly Pro Lys Xaa Phe Pro Val Ala Gly lie Pro Val 

180 185 190 

Xaa Gly Xaa Ser Pro Xaa Asn Pro Thr lie Trp Phe Pro Leu 
195 200 



205 

<210> 17 

<211> 1121 

<212> DNA 

<213> Glycine max 

<220> 
<221> CDS 

<222> (3) . . . (1121) 
<400> 17 

gc acg agg gaa act gga ggc ttt cat ggc tac cgc aag etc ccc aac 
Thr Arg Glu Thr Gly Gly Phe His Gly Tyr Arg Lys Leu Pro Asn 
5 « 15 

S ?hr III ?f Ct9 gtg tM gaC at * aac «c atg 

Thr Thr Ser Gly Leu Lys Leu Ser Val Ser Asp Met Asn Met Asn Met 



20 25 



30 



47 



95 



111 Gin Gin f f !f' tCa gat Cag aac a * c aac «c agt 143 

Arg Gin Gin Gin Val Ala Ser Ser Asp Gin Asn Cys Ser Asn His Ser 

35 40 45 

gca gca gga gag gag aac gaa tgc acg gtg agg qag caa aac aaa t-i-„ 
Ala Ala Gly Glu Glu Asn Glu Cys Th? Sal a?J 111 Gin flip 2g Pn^ 



191 



13 



50 55 



60 



239 



287 



335 



atg cca ate get aac gtg ata egg ate atg cgc aag att etc cct cca 
Met Pro lie Ala Asn Val lie Arg lie Met Arg Lys lie Leu Pro Pro 
65 70 75 

cac gca aaa ate tec gat gat gca aag gag aca ate caa gag tgc gtg 
His Ala Lys lie Ser Asp Asp Ala Lys Glu Thr lie Gin Glu Cys Val 
80 85 90 95 

teg gag tac ate age ttc ate ace ggg gag gee aac gag cgt tgc cag 
Ser Glu Tyr lie Ser Phe He Thr Gly Glu Ala Asn Glu Arg Cys Gin 
100 105 110 

^ 9 * 9 ° aC ° ata aC ° gCa gag gac Sr*=Sr ctt tgg gca atg 383 

Arg Glu Gin Arg Lys Thr lie Thr Ala Glu Asp Val Leu Trp Ala Met 

115 120 125 

agt aag ctt gga ttc gac gac tac ate gaa ccg tta ace atg tac ctt 431 
Ser Lys Leu Gly Phe Asp Asp Tyr He Glu Pro Leu Thr Met Tyr Leu 
130 135 140 

cac cgc tac cgt gag ctg gag ggt gac cgc acc tct atg agg ggt gaa 479 
Hxs Arg Tyr Arg Glu Leu Glu Gly Asp Arg Thr Ser Met Arg Gly Glu 
145 150 155 

ccg etc ggg aag agg act gtg gaa tat gec acg ctt get act get ttt 5? 7 

Pro Leu Gly Lys Arg Thr Val Glu Tyr Ala Thr Leu Ala Thr Ala Phe 
160 165 170 175 

gtg ccg cca ccc ttt cat cac cac aat ggc tac ttt ggt get gee atg 575 
Val Pro Pro Pro Phe His His His Asn Gly Tyr Phe Gly Ala Ala Met 
180 185 i 90 

ccc atg ggg act tac gtt agg gaa acg cca cca aat get gcg tea tct 623 
Pro Met Gly Thr Tyr Val Arg Glu Thr Pro Pro Asn Ila fla Ser" Ser 
195 200 20 5 

cat cac cat cat gga ate tec aat get cat gaa cca aat get cgc tec 671 
His His His His Gly lie Ser Asn Ala His Glu Pro Asn Ala Arg Ser 
210 215 220 

ata taa aat taa tga aga gta ctg ttc agt agg aga aca aga ctt ctt 719 
lie Asn * * Arg Val Leu Phe Ser Arg Arg Thr Arg Leu Leu 

225 230 235 



gga ctt gat tag ctt aac tct cag tga ttg gtg tta gag tac tgt tgt 767 
Gly Leu Asp * Leu Asn Ser Gin * Leu Val Leu Glu Tyr Cvs Cys 
240 245 250 



* I" T a f C tta taa " a 399 gct ggg aat fc 99 93 a 9" agt 815 

Gly Trp Leu He Leu * Leu Arg Ala Gly Asn Trp Gly Val Ser 
255 260 

ri* 1^ l CC tCC taa tta tgt gca tct tta att ta t gga ata act 863 
He Tyr Ser * Ser * Leu Cys Ala Ser Leu He Tyr Gly He Thr 



14 



265 



270 275 



ttg ttt ttt gtt tta act tct gat aat ttg gat ttt ctg atg ttt aat 911 
Leu Phe Phe Val Leu Thr Ser Asp Asn Leu Asp Phe Leu Met Phe Asn 
280 285 290 

gtg gtt ttg tct ate cct tat taa cag tgc caa get taa ggt ttt age 959 
Val Val Leu Ser lie Pro Tyr * Gin Cys Gin Ala * Gly Phe Ser 
295 300 3 0 5 



cat get cca aaa tgg aat act tgt act gtt atg ttg ttc tgg tag tga 
His Ala Pro Lys Trp Asn Thr Cys Thr Val Met Leu Phe Trp * * 
310 315 320 



1007 



tgg tga tga aac ctg caa gtt atg ttt atg tat aaa gee act att gat 1055 
Trp * * Asn Leu Gin Val Met Phe Met Tyr Lys Ala Thr He Asp 
325 330 335 

caa aat tag aga aat tat cat tta ata agt ate etc cca tgt taa ttt H03 
Gin Asn * Arg Asn Tyr His Leu He Ser He Leu Pro Cys * Phe 
340 345 350 

taa aaa aaa aaa aaa aaa 
* Lys Lys Lys Lys Lys 

355 



<210> 18 

<211> 355 

<212> PRT 

<213> Glycine max 

<400> 18 

Thr Arg Glu Thr Gly Gly Phe His Gly Tyr Arg Lys Leu Pro Asn Thr 

15 10 15 

Thr Ser Gly Leu Lys Leu Ser Val Ser Asp Met Asn Met Asn Met Arc* 

20 25 30 

Gin Gin Gin Val Ala Ser Ser Asp Gin Asn Cys Ser Asn His Ser Ala 

35 40 45 

Ala Gly Glu Glu Asn Glu Cys Thr Val Arg Glu Gin Asp Arg Phe Met 

50 55 go 

Pro He Ala Asn Val He Arg He Met Arg Lys He Leu Pro Pro His 
65 70 75 80 

Ala Lys He Ser Asp Asp Ala Lys Glu Thr He Gin Glu Cys Val Ser 

85 90 95 

Glu Tyr He Ser Phe He Thr Gly Glu Ala Asn Glu Arg Cys Gin Arq 

100 105 110 

Glu Gin Arg Lys Thr He Thr Ala Glu Asp Val Leu Trp Ala Met Ser 

115 120 125 

Lys Leu Gly Phe Asp Asp Tyr He Glu Pro Leu Thr Met Tyr Leu His 

130 135 140 

Arg Tyr Arg Glu Leu Glu Gly Asp Arg Thr Ser Met Arg Gly Glu Pro 
145 150 155 

Leu Gly Lys Arg Thr Val Glu Tyr Ala Thr Leu Ala Thr Ala Phe Val 

165 170 175 

Pro Pro Pro Phe His His His Asn Gly Tyr Phe Gly Ala Ala Met Pro 



15 



180 

Met Gly Thr Tyr 
195 

His His His Gly 
210 

Asn Arg Val Leu 
225 

Asn Ser Gin Leu 

Arg Ala Gly Asn 
260 

Leu lie Tyr Gly 
275 

Asp Phe Leu Met 
290 

Ala Gly Phe Ser 
305 

Phe Trp Trp Asn 

Gin Asn Arg Asn 
340 

Lys Lys Lys 
355 



Val Arg Glu Thr 
200 

lie Ser Asn Ala 
215 

Phe Ser Arg Arg 
230 

Val Leu Glu Tyr 
245 

Trp Gly Val Ser 

lie Thr Leu Phe 
280 

Phe Asn Val Val 
295 

His Ala Pro Lys 
310 

Leu Gin Val Met 
325 

Tyr His Leu He 



185 

Pro Pro Asn Ala 

His Glu Pro Asn 
220 

Thr Arg Leu Leu 
235 

Cys Cys Gly Trp 
250 

He Tyr Ser Ser 
265 

Phe Val Leu Thr 

Leu Ser He Pro 
300 

Trp Asn Thr Cys 
315 

Phe Met Tyr Lys 
330 

Ser He Leu Pro 
345 



190 

Ala Ser Ser His 
205 

Ala Arg Ser He 

Gly Leu Asp Leu 
240 

Leu He Leu Leu 
255 

Leu Cys Ala Ser 
270 

Ser Asp Asn Leu 
285 

Tyr Gin Cys Gin 

Thr Val Met Leu 
320 

Ala Thr He Asp 
335 

Cys Phe Lys Lys 
350 



<210> 19 

<211> 796 

<212> DNA 

<213> Glycine max 

<220> 

<221> CDS 

<222> (1) . . . (513) 



<400> 19 

gca cga gca atg gcg gga gtg agg gaa cag gac cag tac atg ccg ata 48 
Ala Arg Ala Met Ala Gly Val Arg Glu Gin Asp Gin Tyr Met Pro He 



1 5 



10 15 



gcg aac gtg ata agg ate atg cgt egg att ctg cca gcg cac gcg aag 96 
Ala Asn Val He Arg He Met Arg Arg He Leu Pro Ala His Ala Lys 
20 25 30 

ate tea gac gac gcg aag gag acg ate cag gag tgc gtg tct gag tac 144 
He Ser Asp Asp Ala Lys Glu Thr He Gin Glu Cys Val Ser Glu Tyr 
35 40 45 

ate agt ttc ate acg gcg gag gcg aac gag egg tgc cag egg gag cag 192 
He Ser Phe He Thr Ala Glu Ala Asn Glu Arg Cys Gin Arg Glu Gin 



50 55 



60 



egg aag acg gtg ace gca gag gat gtg ttg tgg gcg atg gag aag ctt 240 
Arg Lys Thr Val Thr Ala Glu Asp Val Leu Trp Ala Met Glu Lys Leu 

75 80 



65 70 



ggc ttt gac aac tac get cac cct etc tct ctt tac ctt cac cgc tac 288 
Gly Phe Asp Asn Tyr Ala His Pro Leu Ser Leu Tyr Leu His Arg Tyr 



16 



t 



85 90 



95 



cgc gag agt gaa gga gaa cct get tct gtc aga cgc get tct tct gca 336 
Arg Glu Ser Glu Gly Glu Pro Ala Ser Val Arg Arg Ala Ser Ser Ala 
1Q 0 105 no 



atg ggg ate aat aat aat atg gtg cac cca cct tat att aat tct cat 
Met Gly lie Asn Asn Asn Met Val His Pro Pro Tyr He Asn Ser His 
115 120 125 



<210> 20 

<211> 171 

<212> PRT 

<213> Glycine max 

<400> 20 

Ala Arg Ala Met Ala Gly Val Arg Glu Gin Asp Gin Tyr Met Pro He 

1 5 10 15 

Ala Asn Val He Arg He Met Arg Arg He Leu Pro Ala His Ala Lys 

20 25 30 

He Ser Asp Asp Ala Lys Glu Thr He Gin Glu Cys Val Ser Glu Tyr 

35 40 '45 

He Ser Phe He Thr Ala Glu Ala Asn Glu Arg Cys Gin Arg Glu Gin 

50 55 so 

Arg Lys Thr Val Thr Ala Glu Asp Val Leu Trp Ala Met Glu Lys Leu 

Gly Phe Asp Asn Tyr Ala His Pro Leu Ser Leu Tyr Leu His Arg Tyr 

85 90 95 

Arg Glu Ser Glu Gly Glu Pro Ala Ser Val Arg Arg Ala Ser Ser Ala 

1°0 105 no 

Met Gly He Asn Asn Asn Met Val His Pro Pro Tyr He Asn Ser His 

115 120 125 

Gly Phe Gly Met Phe Asp Phe Asp Pro Ser Ser Gin Gly Phe Tyr Ara 

130 135 140 

Asp Asp His Asn Ala Ala Ser Gly Ser Gly Gly Phe Val Ala Pro Phe 
145 150 155 160 

Asp Pro Tyr Ala Asn He Lys Arg Asp Ala Leu 
165 170 



384 



ggc ttt gga atg ttt gat ttt gac cca tea teg caa ggg ttt tac agg 432 
Gly Phe Gly Met Phe Asp Phe Asp Pro Ser Ser Gin Gly Phe Tyr Arg 
I 30 135 140 

gac gat cat aac get get tct gga tct ggt ggt ttt gtt gcg cct ttt 480 
Asp Asp His Asn Ala Ala Ser Gly Ser Gly Gly Phe Val Ala Pro Phe 
145 150 155 i 6 o 

gat cct tat get aac ate aaa cgt gat gec ctg tgatcatgta agaacaacaa 533 
Asp Pro Tyr Ala Asn He Lys Arg Asp Ala Leu 
165 170 

ctagtgcatg ctgettttte acttggttag ttatattcaa gcacaagcac atgcaggtgc 593 

agetgeaact atttagcttc atctacaaat cttttttcct ctcttcttct catgetttaa 653 

ttatttagag acaatacttg ttattcattg ttatgctcaa ttgetagett ctattcatcg 713 

tcgactgtct gtattgttga tgttcattac agtaacagat aagatggtaa ctgetttact 773 
acttcaaaaa aaaaaaaaaa aaa 



796 



17 



t 



<210> 21 
<211> 1098 
<212> DNA 

<213> Triticum aestivum 

<220> 

<221> CDS 

<222> (55) . . . (894) 

<400> 21 

gcacgagcaa gtgcgagtgc gactacctgc attgcacctt ggctagccct agac atg 

Met 
1 



57 



gag aac gac ggc gtc ceo aac gga cca gcg gcg ccg gca cct acc cag 105 
Glu Asn Asp Gly Val Pro Asn Gly Pro Ala Ala Pro Ala Pro Thr Gin 
5 10 15 

ggg acg ccg gtg gtg egg gag cag gac egg ctg atg ccg ate gcg aac 153 
Gly Thr Pro Val Val Arg Glu Gin Asp Arg Leu Met Pro He Ala Asn 
20 25 30 

gtg ate cgc ate atg cgc cgt gcg etc cct gec cac gec aag ate tec 201 
Val He Arg He Met Arg Arg Ala Leu Pro Ala His Ala Lys He Ser 
35 40 45 

gac gac gec aag gag gcg att cag gaa tgc gtg tec gag ttc ate age 249 
Asp Asp Ala Lys Glu Ala He Gin Glu Cys Val Ser Glu Phe He Ser 
50 5 5 60 e5 

ttc gtc acc ggc gag gee aac gaa egg tgc cgc atg cag cac cgc aag 297 
Phe val Thr Gly Glu Ala Asn Glu Arg Cys Arg Met Gin His Arg Lys 
70 75 80 

acc gtc aac gec gaa gac ate gtg tgg gee eta aac cgc etc ggc ttc 345 
Thr Val Asn Ala Glu Asp He Val Trp Ala Leu Asn Arg Leu Gly Phe 
85 90 95 

gac gac tac gtc gtg ccc etc age gtc ttc ctg cac cgc atg cgc gac 393 
Asp Asp Tyr Val Val Pro Leu Ser Val Phe Leu His Arg Met Arg Asp 
100 105 no 

ccc gag gcg ggg aca ggt ggt gec get gca ggc gac age cgc gec gtg 441 
Pro Glu Ala Gly Thr Gly Gly Ala Ala Ala Gly Asp Ser Arg Ala Val 
115 120 125 

acg agt gcg cct ccc cgc gcg gee ccg ccc gtg ate cac gee gtg ccg 48 9 
Thr Ser Ala Pro Pro Arg Ala Ala Pro Pro Val He His Ala Val Pro 
130 135 140 145 

ctg cag get cag cgc ccg atg tac gcg ccc ccg get ccg ttg cag gtt 537 
Leu Gin Ala Gin Arg Pro Met Tyr Ala Pro Pro Ala Pro Leu Gin Val 
150 155 i 6 o 

gag aat cag atg cag egg cct gtg tac get ccc ccg get ccg gtg cag 58 5 



18 



Glu Asn Gin Met Gin Arg Pro Val Tyr Ala Pro Pro Ala Pro Val Gin 
165 170 175 

gtt cag atg cag egg ggc ate tat ggg ccc egg get cca gtg cac ggg 633 
Val Gin Met Gin Arg Gly He Tyr Gly Pro Arg Ala Pro Val His Gly 
18 ° 185 190 

tac gec gtc gga atg gcg ccc gtg egg gec aac gtc ggc ggg cag tac 681 
Tyr Ala Val Gly Met Ala Pro Val Arg Ala Asn Val Gly Gly Gin Tyr 
195 200 205 

cag gtg ttc ggc gga gag ggt gtc atg gec cag caa tac tac ggg tac 729 
Gin Val Phe Gly Gly Glu Gly Val Met Ala Gin Gin Tyr Tyr Gly Tyr 
210 215 220 225 

ggg tac gag gaa gga gcg tac ggc gca ggt age age aac gga gga gee 777 
Gly Tyr Glu Glu Gly Ala Tyr Gly Ala Gly Ser Ser Asn Gly Gly Ala 
230 235 240 

gee att ggc gac gag gag age teg tec aac ggc gtg ccg gca ccg ggg 825 
Ala He Gly Asp Glu Glu Ser Ser Ser Asn Gly Val Pro Ala Pro Gly 
245 250 255 

gag ggc atg ggg gag cca gag cca gag cca gca gca gaa gaa teg cat 873 
Glu Gly Met Gly Glu Pro Glu Pro Glu Pro Ala Ala Glu Glu Ser His 
260 265 270 

gac aag ccc gtc caa tct ggc tagtcgegtg cgcggcgcgc gttagcttct 924 
Asp Lys Pro Val Gin Ser Gly 
275 280 

gcgtcctgtg tactgtaata atttgeegtg tcgatccggc catggtttgt gtgtgcgtag 984 
tgcttatcta atgtgggctt gtcctctagt aattcatgta ttgettatet aatgtggact 1044 
tgtcctctag taattcatgt actctttget gttgaaaaaa aaaaaaaaaa aaaa 1098 

<210> 22 

<211> 280 

<212> PRT 

<213> Triticum aestivum 





<400> 


22 
















Met 


Glu Asn 


Asp 


Gly Val Pro 


Asn 


Gly Pro Ala 


Ala Pro 


Ala 


Pro 


Thr 


1 






5 




10 






15 




Gin 


Gly Thr 


Pro 


Val Val Arg 


Glu 


Gin Asp Arg 


Leu Met 


Pro 


He 


Ala 






20 






25 




30 






Asn 


Val He 


Arg 


He Met Arg 


Arg 


Ala Leu Pro 


Ala His 


Ala 


Lys 


He 


Ser 


35 






40 




45 






Asp Asp Ala 


Lys Glu Ala 


He 


Gin Glu Cys 


Val Ser 


Glu 


Phe 


He 




50 




55 






60 








Ser 


Phe Val 


Thr 


Gly Glu Ala 


Asn 


Glu Arg Cys 


Arg Met 


Gin 


His 


Arg 


65 






70 




75 








80 


Lys 


Thr Val 


Asn 


Ala Glu Asp 


He 


Val Trp Ala 


Leu Asn 


Arg 


Leu 


Gly 


Phe 






85 




90 






95 


Asp Asp 


Tyr 


Val Val Pro 


Leu 


Ser Val Phe 


Leu His 


Arg 


Met 


Arg 






100 






105 




110 




Asp 


Pro Glu 


Ala 


Gly Thr Gly 


Gly Ala Ala Ala 


Gly Asp 


Ser 


Arg 


Ala 
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115 120 125 

Val Thr Ser Ala Pro Pro Arg Ala Ala Pro Pro Val He His Ala Val 

130 135 140 

Pro Leu Gin Ala Gin Arg Pro Met Tyr Ala Pro Pro Ala Pro Leu Gin 
145 150 155 i 6 o 

Val Glu Asn Gin Met Gin Arg Pro Val Tyr Ala Pro Pro Ala Pro Val 

165 170 175 

Gin Val Gin Met Gin Arg Gly He Tyr Gly Pro Arg Ala Pro Val His 

180 185 190 

Gly Tyr Ala Val Gly Met Ala Pro Val Arg Ala Asn Val Gly Gly Gin 

195 200 205 

Tyr Gin Val Phe Gly Gly Glu Gly Val Met Ala Gin Gin Tyr Tyr Gly 

210 215 220 

Tyr Gly Tyr Glu Glu Gly Ala Tyr Gly Ala Gly Ser Ser Asn Gly Gly 
225 230 235 240 

Ala Ala He Gly Asp Glu Glu Ser Ser Ser Asn Gly Val Pro Ala Pro 

245 250 255 

Gly Glu Gly Met Gly Glu Pro Glu Pro Glu Pro Ala Ala Glu Glu Ser 

260 265 270 

His Asp Lys Pro Val Gin Ser Gly 
275 280 

<210> 23 
<211> 65 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> LEC1 consensus protein sequence 

<221> VARIANT 

<222> (1) . . . (65) 

<223> Xaa = Any Amino Acid 

<400> 23 

Arg Glu Gin Asp Xaa Xaa Met Pro He Ala Asn Val He Arg He Met 

1 5 io i 5 

Arg Xaa Xaa Leu Pro Xaa His Ala Lys He Ser Asp Asp Ala Lys Glu 

20 25 30 

Xaa He Gin Glu Cys Val Ser Glu Tyr He Ser Phe Xaa Thr Xaa Glu 

35 40 45 

Ala Asn Xaa Arg Cys Xaa Xaa Xaa Xaa Arg Lys Thr Xaa Xaa Xaa Glu 
50 55 60 

Xaa 
65 

<210> 24 
<211> 36 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Sal-A20 oligo 
<400> 24 

tcgacccacg cgtccgaaaa aaaaaaaaaa aaaaaa 36 
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<210> 25 
<211> 22 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> primer- forward 

<400> 25 
cgctctgtca cctgttgtac tc 

<210> 26 
<211> 22 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> primer-reverse 

<400> 26 
cgtgatgaag ctgatgtact cc 
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